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<110> APPLICANT: Geiser, Martin 
Geisse, Sabine 
Ostermeier, Christian 
Ramage, Paul 
Raulf, Friedrich 
Zenke, Gerhard' 

<120> TITLE: ATOMIC STRUCTURE OF THE CATALYTIC DOMAIN 

FOR USE IN DESIGNING AND IDENTIFYING INHIBITORS OF ZAP-70 

KINASE 

<130> DOCKET/FILE REFERENCE: 4-32688A 

<140> CURRENT APPLICATION NUMBER: USlO/528,709 
<141> FILING DATE: 2003-09-25 

<150> PRIOR APPLICATION NUMBER: PCT/EP03/ 1068 6 
<151> FILING DATE: 2003-09-25 

<150> PRIOR APPLICATION NUMBER: 60/413,704 
<151> FILING DATE: 2002-09-26 

<160> NUMBER OF SEQUENCES: 6 

<170> SOFTWARE: FastSEQ for Windows Version 4.0 

<210> SEQ ID N0:1 

<211> LENGTH: 619 

<212> TYPE: PRT 

<213> ORGANISM: Homo sapiens 



<400> SEQ ID N0:1 
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<210> SEQ ID NO: 2 

<211> LENGTH: 322 

<212> TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<400> SEQ ID NO: 2 
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<210> SEQ ID N0:3 
<211> LENGTH: 74 
<212> TYPE: DNA 
<213> ORGANISM: Unknown 
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<220> FEATURE: 

<223> OTHER INFORMATION: Oligonucleotide MG474 
<400> SEQ ID NO: 3 

cagatggata cacccctgag ccagcactgg aagttctgtt ccaggggccc cgcataacgt 60 
ccccagacaa accg "74 

<210> SEQ ID N0:4 
<211> LENGTH: 20 
<212> TYPE: DNA 
<213> ORGANISM: Unknown 

<220> FEATURE: 

<223> OTHER INFORMATION: Oligonucleotide RS366 
<400> SEQ ID NO: 4 

acaacgcaca gaatctagcg 20 

<210> SEQ ID NO: 5 
<211> LENGTH: 74 
<212> TYPE: DNA 
<213> ORGANISM: Unknown 

<220> FEATURE: 

<223> OTHER INFORMATION: Oligonucleotide MG475 
<400> SEQ ID NO: 5 

cacactccca gcccacccat ccacgctgga agttctgttc caggggccct tgactcatcc 60 
tcagagacga atcg 74 

<210> SEQ ID NO: 6 
<211> LENGTH: 57 
<212> TYPE: DNA 
<213> ORGANISM: Unknown 

<220> FEATURE: 

<223> OTHER INFORMATION: Oligonucleotide MG479 
<400> SEQ ID NO: 6 

gctcgaattc tcaatgatga tgatgatgat gggcacaggc agcctcagcc ttctgtg 57 



